Bovine parainfluenza virus type 3 (BPIV3) is associated with upper respiratory disease in cattle in many countries. Here, we report the complete genome sequences of the BPIV3 BN-1 strain, isolated from cattle in Japan, and the BN-CE vaccine strain, derived from the BN-1 strain by passages in chicken embryo fibroblasts. 
ovine parainfluenza virus type 3 (BPIV3) is an enveloped, single-stranded, negative-sense RNA virus belonging to the Respirovirus genus of the Paramyxoviridae family. BPIV3 is one of the most important viruses associated with the bovine respiratory disease complex (BRDC) in cattle. Complete genome sequences of BPIV3 have been determined previously, and isolated BPIV3 viruses were classified as genotypes A, B, and C (1-5). The BN-1 strain was isolated from cattle in Japan (6) and attenuated by serial cell culture passages in chicken embryo fibroblasts (CEFs), resulting in the BN-CE strain. The attenuated BN-CE strain has been used as a live vaccine for cattle in Japan. In this work, we determined the complete genome sequences of the BN-1 and BN-CE strains. The BN-1 and BN-CE strains were propagated in MadinDarby bovine kidney cells and CEFs, respectively, and total RNAs were extracted from the virus-infected cells. Three overlapping cDNA fragments spanning the entire lengths of the genomes were synthesized by reverse transcription-PCR. The 5= termini of the negative-and positive-sense genomes were reverse-transcribed and amplified using a 5=-Full rapid amplification of cDNA ends (RACE) core set (TaKaRa). The complete genomes of the BN-1 and BN-CE strains were each 15,480 bp, which was identical to the size of the 910N strain genome (accession no. D84095) but was 24 nucleotides longer than the Kansas/15626/84 strain genome (accession no. AF178654). Phylogenetic analysis classified both the BN-1 and BN-CE strains into genotype A. When the complete genome sequence of the BN-CE strain was compared with that of the parental BN-1 strain, six nucleotide mutations were Nucleotide sequence accession numbers. The genome sequences of the BN-1 and BN-CE strains have been submitted to GenBank under the accession no. AB770484 and AB770485, respectively.
